Teratoma or tumors were monitored 3 weeks later.
RNA-Seq data analysis.
To assess the transcriptome of each sample, Tuxedo Suite was employed during the analysis of RNA-Seq data. Briefly, cleaned row sequencing reads were aligned to GRCm38 from ensemble release 92 by Tophat (Bowtie2) with default parameters, and then mapped reads were used to assemble the transcripts and calculate FPKM values using Cufflinks. For differentially expressed genes (DEGs) analysis, Cuffdiff with appropriate parameters were adopted, and DEGs with significant threshold 0.05 were selected for the further cell type clustering. We used tool scMCA to match cell types of each sample in the data base MCNA 2 , and functional annotation and enrichment of DEGs were performed by Gapdh forward primer 5′-AGGTCGGTGTGAACGGATTTG-3′
Gapdh reverse primer 5′-TGTAGACCATGTAGTTGAGGTCA-3′
Sprr2f1 forward primer 5′-GTCTTCAGGACAGGGGAAAGA-3′
Sprr2f1 reverse primer 5′-CCCCTTTACAGCAGCAAGAT-3′
Ltf forward primer
5′-TGAGGCCCTTGGACTCTGT-3′
Ltf reverse primer 5′-ACCCACTTTTCTCATCTCGTTC-3′
Muc1 forward primer 5′-GGCATTCGGGCTCCTTTCTT-3′
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Self-assembling of glands. CiGEs were partly digested with 0.25% trypsin for 1 min to avoid producing single cells. The cell aggregates were gently aspirated with a pipette and inoculated on a petri dish pre-coated with matrigel and cultured in the expanding medium for 7-14 days.
Hormone response experiments. For estrogen and progesterone stimulation, ciGEs or MEFs were cultured with expanding medium with mLif, N2 and B27 removed. 8 nM β-estrogen (Sigma, E8875) and 200 ng/mL progesterone (Sigma, p8811) or DMSO (Sigma, D2650) were administrated for 3 days, and the mRNA was collected to identify gene expression.
Statistical analysis. Statistical analysis was performed using Prism Software (GraphPad).
Data shown are presented as the mean ± SD of three or more independent experiments. A Student's t test was used for statistical analysis of data.
